Figures and tables, supplementary to the main papers, are given that concern the 70 investigated genomes. Table 5 presents the essential data and the public databases where genomes were downloaded. Table 6 reports experiments in computational synthetic biology.
Entropies and indexes for different values of k (Sup . Table 4 ) 7 Table 5 Basic data of the 70 genomes (Sup. Table 5 ) 8 Table 6 Computational experiments on synthetic genomes (Sup. The partition of genome logarithmic length and the horizontal and vertical genomic ellipses. Segment AB corresponds to 2LG, segments AM, MB correspond to LG, segment AF corresponds to E 2LG , segment MF and FB correspond to EC and AC, respectively, and F determines a partition of LG. Point F correspond to a focus of the horizontal ellipse, while F 1 to a focus of the vertical ellipse, and C is the center of ellipses. The less eccentric ellipse is the horizontal genomic ellipse, where G is on the major axis, while the more eccentric one is the vertical genomic ellipse, where G is on the line orthogonal to the major axis and passing on its focus. The eccentricity EV of the vertical ellipse is the root square of the horizontal eccentricity EH, and the distance between the focuses F and F 1 is EV (1 − EV )LG/2. Infinite ellipses, with the same major axis, but with different values of eccentricity, can represent G as a point placed at different angles from the axis. The genomic complexity measure BB(G), biobit of G, is defined by means of the horizontal eccentricity EH.
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First Class Table 2 . AC values for forty different species. Length of genomes, N% (the percentage of unknown nucleotides), and number of genes (in the wider sense of transcribed regions, that is, protein and non-protein coding genes) are not related to AC values. Color red and *** mark two cases of anomalous AC values. Finding a genomic complexity measure based on AC, but overcoming the anomalies of two marked cases, was the starting point of the logarithmic length partition idea and of informational indexes based on it.
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Species Entropy Antientropic component Table 4 . Entropy and antientropic component of the 70 analyzed genomes by taking into account k = lg 2 (|G|), k = lg 4 (|G|), and k = 6. Table 5 . The complete list of 70 genomes with the common names (when available), their biological taxonomy, their common name, the source database from where each has been downloaded, the corresponding genome assembly ID within the database, the genome length |G|, (genomes may include standard chromosomes, as well as mitochondrial ones, plasmids and linkage groups),and the percentage N% of unknown nucleotides.
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